Departamento de Genética, Universidad de Sevilla, Seville, Spain. 3 Unit of Biochemistry, Department of Biology, University of Fribourg, Fribourg, Switzerland. 4 
Corresponding author
Rodríguez-Galán et al. Figure S1 . Maturation pathway of 5.8S and 25S rRNAs. The 27SA 2 pre-rRNA, which is generated by either post-transcriptional cleavage of 35S pre-rRNA or co-transcriptional cleavage of nascent RNA polymerase I transcript (not shown), is processed by two alternative pathways. In the major one, about 85% of all 27SA 2 pre-rRNA is cleaved at site A 3 and then exonucleolytically processed to site B 1S to yield 27SB S pre-rRNA. The remaining 15% of 27SA 2 pre-rRNA is directly processed at site B 1L , producing 27SB L prerRNA. While processing at sites B 1 is completed, the 3' end of mature 25S rRNA is generated by trimming from site B 0 to site B 2 . The subsequent processing of both 27SB species appears to be identical. Cleavage at site C 2 generates the 25.5S pre-rRNA and the two forms, long and short, of 7S pre-rRNA. Maturation of 25.5S pre-rRNA to 25S rRNA occurs by a two-step 5'-3' exonucleolytic trimming from site C 2 . The 7S pre-rRNAs are converted to mature 5.8S rRNAs by a four-step 3'-5' exonucleolytic process. First, 7S prerRNAs are converted to 5.8S+30 pre-rRNAs, then, these precursors are trimmed to 6S pre-rRNAs. The 6S pre-rRNAs are converted to 5.8S+5 pre-rRNAs and these to mature Immunoprecipitation experiments were carried out using IgG-Sepharose and whole-cell extracts from untagged or TAP-tagged Nop7 and Lsg1 cells. RNA was extracted from the beads (lanes IP) or from an amount of total extract corresponding to 1/100 of that used for the immunoprecipitations (lanes T), separated on a 1.2% agarose-6% formaldehyde gel, transferred to a nylon membrane and subjected to northern hybridization with the probes indicated in parentheses to detect 27S pre-rRNAs and mature 25S rRNA. Probes are described in Figure 2 and Table S2 . (b) Strain Y3906 was generated by integration of a C-terminal TAP tag at the genomic locus, performed by a standard procedure 12 .
LEGENDS TO THE SUPLEMENTARY FIGURES
(c) Strains JDY1241 and JDY1242 are meiotic segregants of the genetic cross between JDY4 and strains JDY1234 and 1236, respectively. (d) Strains Y196 and Y207 were generated by deletion disruption of the TRF4 and AIR1 genes, respectively, with the cassette HIS3MX4, performed by a standard procedure 12 .
(e) Strains JDY1106, JDY1104 and JDY1246 were obtained by deletion disruption of the TRF4 gene in strains BM3-40A, YTK301 and JDY4, respectively. The trf4::kanMX4 cassette was amplified from genomic DNA of strain Y6265.
(f) Strain JDY1247 is a meiotic segregant of the genetic cross between JDY1246 and Y207.
(g) Strain JDY1248 is meiotic segregant of the genetic cross between MS157-13B and JDY911.
7 Table S2 . Oligonucleotides used in this study 
